Mycobacterium peregrinum is a nonpigmented rapid growing nontuberculosis species belonging to the Mycobacterium fortuitum group. The draft genome of M. peregrinum type I CSUR P2098 comprises 7,109,836 bp exhibiting a 66.23% G؉C content, 6,894 protein-coding genes, and 100 predicted RNA genes. Its genome analysis suggests this species differs from Mycobacterium senegalense. 
(DDH) (29) with the M. fortuitum complex species and other reference genomes selected on the basis of their 16S rRNA gene sequence proximity with M. peregrinum and DDH values were estimated using the GGDC v2.0 online tool (30 (37) .
These data confirm M. peregrinum as a unique species within the M. fortuitum complex. In particular, these data suggest that M. peregrinum differs from M. senegalense.
Nucleotide sequence accession numbers. The M. peregrinum genome sequence has been deposited at EMBL under the accession numbers CYSH01000001 to CYSH01000007.
